S9 Supplementary Table 5 : Accession numbers of human galectin proteins used in the analysis.
Protein Name Accession Number
Galectin-1 ENSP00000215909
Galectin-3 ENSP00000254301
Galectin-8 ENSP00000435460
Galectin-9 ENSP00000378856
Galectin-13 ENSP00000221797
Galectin-14 ENSP00000353893
Galectin-16 ENSP00000375904 S11 Supplementary Table 7 : Accession numbers of all protein sequences included in the phylogenetic analysis.
Supplementary

Gene Name Species Accession Number
Baboon ENSPANP00000016951 S12
LGALS3
Marmoset ENSCJAP00000022806 S13
LGALS9 Human ENSP00000378856 N/A (LGALS9 co-ortholog) Green Monkey ENSCSAP00000003021 N/A (LGALS9 co-ortholog) Horse ENSECAP00000020341 N/A (LGALS9 co-ortholog)
Human ENSP00000375904 Gene encodes bi-CRD protein twice the length of the prototypeclass placental galectins Excluded ENSOCUG00000027877 from analysis a Low-scoring orthologs are identified by a lack of high confidence in the Ensembl orthology reports. S16 Supplementary Table 10 : Results from the Approximately Unbiased test that compared galectin gene trees to the species phylogeny.
Gene a p-value
LGALS3 0.029
LGALS8 0.131 a LGALS1 and LGALS9 contained multiple co-orthologs in several species (e.g., three LGALS9 coorthologs in horse), so their gene trees were not comparable to species trees. Thus, LGALS1 and
LGALS9 gene trees were used by default. Figure 7 : Models based on the major haplotype tend to occupy a different conformational space than models based on the reference haplotype or the hybrid haplotype. (A) Model composition of the two largest clusters identified by Calibur: the largest cluster contains roughly equal numbers of models based on the reference haplotype and the hybrid haplotype, whereas models of the major haplotype occupy 70% of the 2nd-largest cluster.
Supplementary
(B) Alignment of the N-terminal carbohydrate recognition domain (CRD) for the central models of the two largest clusters (RMSD=0.4 angstroms). The structure representing the 2 nd -largest cluster (of primarily major haplotype models) is colored purple. The structure representing the largest cluster (of primarily reference and hybrid haplotype models) is colored gray. The cyan-colored structure represents the approximate position typically occupied by carbohydrate ligands that bind the CRD.
